using the determined crystal structure of the homologous wheat HSP16.9 dimer (PDB code 1GME). Figure S3 ): Tilt geometry computed for tilt pair of images, using the final 3D model of CeHSP17 oligomer.
Supplementary Table S1 (related to Supplementary
Supplementary Movie S1 (related to Fig. 5 and Supplementary Fig. S4 ): Showing different views along symmetry axes, one "trimer of dimers" of EM density map and crystal structure docking using homologue protein (wheat HSP16.9 dimer (PDB code 1GME)).
CCD Image pair
Total particle pairs 47
Particle Pairs in Cluster 18

Fraction in cluster 38%
Mean Tilt Angle 12.88
RMSD Tilt Angle
5.12
Mean Tilt Axis -79.58
RMSD Tilt Axis
30.29
Tilt Angle via microscope 10
